INTRODUCTION
Antibacterial resistance is one of the big problems in the world of health. The Centers for Disease Control and Prevention (2013) reports that in 2025 it is predicted that around 23,000 people will die from infectious diseases with antibacterial resistance.
Antibacterial resistance can occur through changes in the molecular structure of antibiotics; decreased antibiotic penetration and efflux pumps; side active changes from antibiotics and cell adaptation due to antibiotic exposure (Munita & Arias, 2016) . To overcome this, searching of new antibiotics from nature and design antibiotics with new targets.
This study aims to design antibiotics that work on new target peptides. Cladophora Sp. is a marine green algae that is widely spread in Tamban Malang ocean. Ethanolic extract of Cladophora Sp. has potential as an antibacterial compound (Saadatmand et al., 2011) . The active compound contained in Cladophora Sp. including linoleic acid, linolenic acid, palmitic acid, palmitoleic acid, eikosapentanota, and oleic acid. Peptide Deformylase (PDf) is a metaloenzyme that plays a role in protein maturation by catalyzing the formation of formyl from terminal N residues on methionine (Fieulaine et al., 2016; Gupta & Sahu, 2016; Apfel et al., 2001 ).
PDf has the potential to become a new target protein in finding new antibiotic drugs. Inhibition of PDf target proteins is predicted to inhibit protein maturation, so that it can inhibit growth of bacteria (Rampogu et al., 2018) . This study aims to predict the ability of the active compounds of methanol extract Cladophora Sp. inhibits PDf from pathogenic bacteria. Pathogenic bacterial PDf becomes the target protein for analysis from Pseudomonas aeruginosa, Escherichia coli, Enterococcus faecium, and Staphylococcus aureus (Snow-Snetzer et al., 2016; Agarwal et al., 2014) . Prediction of the inhibition ability of active compounds with PDf using a molecular docking approach in silico. 
IN SILICO STUDY TO ASSESS ANTIBACTERIAL ACTIVITY FROM

MATERIAL AND METHODS
Ligands Preparation
The active compound of Cladophora Sp. extract obtained from GC-MS from our previous study. 
Molecular Docking
The docking process is carried out using the AutoDock 
RESULTS AND DISCUSSION
Previous literature studies have shown that the bond between thiazide derivatives and receptor protein is a potential drug model for diseases caused by antibacterial resistance (Agarwal et al., 2014) . The affinity binding value of eicosapentanoic acid on E.
coli bacteria has a more negative value compared to the control of actinonine and amoxiciline as shown in Table   2 . . Whereas ligands that have similar hydrogen bonds with controls are stearic acid. Stearic acid has a similarity with control of 50%. Table 3 shows that the same amino acid residues bound by both the control and stearic acid are valine in position 72. Hydrogen bond plays a role in studying the design and interaction between drug molecules and metabolic system in the body (Damayanti et al., 2016) . The visualization of interaction between the ligand and protein receptor of PDf from P. aeruginosa is shown in Figure 1 . 
CONCLUSION
The results of this screening shows with ligand the highest binding affinity against PDf of P. aeruginosa, E.
coli, E. faecium, and S. aureus are stearic acid (-5.9 kcal/mol), eicosapentanoic acid (-6.6 kcal/mol), stearic acid (-5.8 kcal/mol), and stearic acid (-6 
